A total number of 3 42 nonsynonymous Single Nucleotide Polymorphisms (ns SNPs) were found from NCBI database, all of them were subjected to in silico analysis using nine different algorithms and softwares; SIFT, PROVEAN, PolyPhen-2, SNPs&GO, PhD-SNP, PMUT, I-mutant, GeneMANIA and Chimera.
SIFT Server:
Phenotypic effects of amino acid substitution on protein function were predicted by using Sorting Intolerant From Tolerant (SIFT) server, which is a powerful tool that use sequence homology. A list of nsSNPs (rsIDs) from NCBI's dbSNP database was submitted along with the (original) sequence to SIFT to predict tolerated and deleterious substitutions for every position of a protein sequence. The server divides the results into "Deleterious" and "Tolerated", nsSNPs with SIFT score ≤ 0.05 were classified as deleterious and are further analyzed to identify the damaging ones, and those > 0.05 were classified as tolerated and are not further analyzed. The server provide fast results but can not assess the result for SNPs that share the same position at the same time. (Available at: http://sift.bii.a-star.edu.sg/). (23) (24) (25) (26) 2.2.2. Provean Server:
(Protein Variation Effect Analyzer) is the second software tool used. It predicts the effect of an amino acid substitution on the biological function of a protein. It can predicts single amino acid substitutions, inframe insertions, deletions, and multiple amino acid substitutions. The results are obtained as either "Deleterious" if the prediction score was ≤ -2.5, while score > -2.5 indicates that the variant is predicted to have a "Neutral" effect. (Available at: http://provean.jcvi.org/index.php). (27, 28) 2.2.3. Polyphen-2 Server:
Polymorphism Phenotyping v2.0 (PolyPhen-2) is another online tool that predicts the possible effects of an amino acid substitution on the structure and function of the protein by analysis of multiple sequence alignment. The results are classified into "probably damaging" that is the most disease causing with a score near to 1 (0.7-1), "possibly damaging" with a less disease causing ability with a score of 0.5-0.8 and "benign" which does not alter protein functions with a score closer to zero; (0-0.4). We used patch query as it provide fast and accurate way to get the result. (Available at: http://genetics.bwh.harvard.edu/pph2/). (22, 29, 30) 
SNAP2
It is another tool to predict Functional effects of mutations. SNAP2 is a trained classifier that is based on a machine learning device called "neural network". After entering the protein FASTA sequence as input query, It can distinguishes between effect and neutral variants/non-synonymous SNPs by taking a variety of sequence and variant features into account. The most important input signal for the prediction is the evolutionary information taken from an automatically generated multiple sequence alignment. Also structural features such as predicted secondary structure and solvent accessibility are considered. Although it take longer time than the previous software to get the result but it has a significant accuracy level ( a sustained two-state accuracy (effect/neutral) of 82%).(31) It is available at https://rostlab.org/services/snap2web/.
SNPs & Go server:
An online web server that used to ensure the disease relationship with the studied single nucleotide polymorphisms SNPs. It gives three different results based on three different analytical algorithms; Panther result, PHD-SNP result, SNPs&GO result. Each one of these results is composed of three parts, the prediction which decides whether the mutation is neutral or disease related, reliability index (RI), and disease probability (if >0.5 mutation is considered as disease causing nsSNP). (Available at: http://snps-and-go.biocomp.unibo. it/snps-and-go/) . (32) 2.2.5. PMUT Server:
Is a neural network dependent web-based tool used for the prediction of pathological variants on proteins. The prediction results are classified as "Neutral" or "Disease". It is very fast and accurate, It is available at (http://mmb.irbbarcelona.org/PMut). (33) 2.3. Protein Structural analysis:
I-Mutant:
A online web-tool that is used for the prediction of protein stability changes upon single point mutations, determining whether the mutation increases or decreases the protein stability. After insertion of reference sequencing and the required position and related mutant amino-acid, a result page will appears with the desired prediction. Acquiring result may take some time depending on the server load. (Available at: http://gpcr.biocomp.unibo.it/cgi/predictors/I-Mutant2.0/I-Mutant2.0.cgi). (34) 2.4. GeneMANIA:
A user-friendly web interface tool designed to asses protein function, analyzing submitted gene lists and prioritizing genes for functional assays. It provides lists with functionally similar genes that it identifies and recognizes using available genomics and proteomics data. It is accurate method to study gene -gene interaction. (Available at: (http://www.genemania.org/). (35) 2.5. Modeling nsSNP locations on protein structure:
Hope project:
It is a webserver that used to analyze the effect of single point mutation on structural level of protein. it best way to visualize the mutation since it is create a report consist of figures,animation,3d structure and mutation report just by submitting the protein sequence and mutation.(36) It is available at http://www.cmbi.ru.nl/hope/.
Chimera:
Chimera 1.8 software is used for visualization and editing of the three dimensional structure of protein. It visualizes the original amino acid with the mutated one to see the impact that can be produced. It is a highly extensible program for interactive visualization and analysis of molecular structures and related data, including density maps, supramolecular assemblies, trajectories, and conformational ensembles. High-quality images and animations can be generated. (Availabe at: http://www.cgl.ucsf.edu/chimera). (37) 
ConSurf server:
It is a web server suggests evolutionary conservation reviews for proteins of known structure in the PDB. ConSurf detect the similar amino acid sequences and run multi alignment approaches. The conserved amino acid across species detects its position using specific algorisms. (38) 
Variant Effect Predictor (VEP):
The Ensembl Variant Effect Predictor software provides toolsets for an organized approach to annotate and assist for prioritization of mutations. The input data format was a list of variant identifiers while the output was filtered by choosing 1000 genome combined population to expend the population coverage. (39 
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Figure( 8):
The conserved amino acids across species in MAOA protein were determined using ConSurf. e: exposed residues according to the neural-network algorithm are indicated in orange letters. b: residues predicted to be buried are demonstrated via green letters. f: predicted functional residues (highly conserved and exposed) are indicated with red letters. s: predicted structural residues (highly conserved and buried) are demonstrated in blue letters. I: insufficient data (the calculation for this site performed in less than 10% of the sequences) is demonstrated in yellow letters. T  h  i  s  s  t  u  d  y  i  s  l  i  m  i  t  e  d  ,  a  s  i  t  d  o  e  s  n  o  t  c  o  v  e  r  t  h  e  e  n  v  i  r  o  n  m  e  n  t  a  l  f  a  c  t  o  r   i  m  p  o  r  t  a  n  t  f  o  r  t  h  e  d  e  v  e  l  o  p  m  e  n  t  o  f  a  n  t  i  s  o  c  i  a  l  b  e  h  a  v  i  o  r  ,  n  e  v  e  r  t  h  e  l  e  s  s  t  h  i  s   s  t  u  d  y  w  i  l  l  l  a  y  t  h  e  f  o  u  n  d  a  t  i  o  n  f  o  r  f  u  r  t  h  e  r  c  l  i  n  i  c  a  l  r  e  s  e  a  r  c  h  i  n  t  h  i 
